ABSTRACT Faustoviruses are amoeba-infecting giant viruses closely related to the Asfarviridae family. Here, we report the isolation, genome sequencing, and annotation of ST1 and LC9, two new strains belonging to lineages L and E9 of Faustoviruses, currently represented by only one representative each.
represented by only one strain each (Faustovirus Liban for L and Faustovirus E9 for E9). These results suggest that similar strains are spread in separate environments worldwide: Faustovirus Liban being isolated from seawater in Lebanon and ST1 from house wastewater in France. This observation is in concordance with previously reported results for Marseilleviridae and Mimiviridae spp. (14) (15) (16) . Moreover, Faustoviruses are recurrently isolated from sewage and wastewater, suggesting the presence of a potential reservoir in close human proximity. Accession number(s). The complete annotated genome sequences of Faustovirus strains ST1 and LC9 have been deposited in ENA under the accession numbers LT839607 and CZDJ02000000, respectively.
